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Figure 1 

Nucleotide Sequence and predicted protein for HLTDG74 

10 30 50 

-88 GTTTGCTCTGGGCA6CCAA6TTGGCATATTGGM6CTTTTTCCGGGG"CTGGAGGAGGGT-Z9 

70 90 110 

-28 CCCTGCTTCTTCCTACAGCCGTTCCGGGCATGGCCTGGCTGGGGGCGTCGCTCCACGTCT 31 
_g MAWLGASLHVW 11 

130 150 170 

32 GGGGTTGGCTAATGCTCGGCAGCTGCCTCCTGGCCAGAGCCCAGCTGGATTCTGATGGCA 91 
12 GWLMLGSCLLARAQLDSDGT 31 

190 210 230 

92 CCATCACTATAGAGGAGCAGATTGTCCTTGTGCTGAAAGCGAAAGTACAATGTGAACTCA 151 
32 ITIEEQIVLVLKAKVQCELN 51 

250 270 290 

152 ACATCACAGCTCAACTCCAGGAGGGAGAAGGTAATTGTTTCCCTGAATGGGATGGACTCA 211 
52 ITAQLQEGEGNCFPEWDGLI 71 

310 330 350 

212 TTTGTTGGCCCAGAGGAACAGTGGGGAAAATATCGGCTGTTCCATGCCCTCCTTATATTT 271 
72 CWPRGTVGKISAVPCPPYIY 91 

370 390 410 

272 ATGACTTCAACCATAAAGGAGTTGCTTTCCGACACTGTAACCCCAATGGAACATGGGATT 331 
92 DFNHKGVAFRHCNPNGTWDF 111 

430 450 470 

332 TTATGCACAGCTTAAATAAAACATGGGCCAATTATTCAGACTGCCTTCGCTTTCTGCAGC 391 
112 MHSLNKTWANYSDCLRFLQP 131 

490 510 530 

392 CAGATATCAGCATAGGAAAGCAAGAATTCTGTGAACGCCTCTATGTAATGTATACCGTTG 451 
132 D I-S I G KQ E F C E R L YVMYTV G 151 

550 570 590 

452 GCTACTCCATCTCTmGGTTCCTTGGCTGTGGCTATTCTCATCATTGGTTACTTCAGAC 511 
152 YSISFG. SLAVAILIIGYFRR 171 

610 630 650 

512 GATTGCATTGCACTAGGMCTATATCCACATGCACTTATTTGTGTCTTTCATGCTGAGAG 571 
172 LHCTRNYIHMHLFVSFMLRA 191 

670 690 710 

572 CTACAAGCATCTTTGTCAAAGACAGAGTAGTCCATGCTCACATAGGAGTAAAGGAGCTGG 631 
192 TSIFVKDRVVHAHIGVKELE 211 
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730 750 770 

632 AGTCCCTAATAATGCAGGATGACCCACAAAATTCCATTGAGGCAACTTCTGTGGACAAAT 691 
212 SLIMQDDPQ NSIEATSVDKS 231 

790 810 830 

692 CACAATATATCGGGTGCAAGATTGCTGTTGTGATGTTTATTTACTTCCTGGCTACAAATT 751 
232 QYIGCKIAVVMFIYFLATNY 251 

850 870 890 

752 ATTATTGGATCCTGGTGGAAGGTCTCTACCTGCATMTCTCATCTTTGTGGCTTTCTTTT 811 
252 YWILVEGLYLHNLIFVAFFS 271 

910 930 950 

812 CGGACACCAAATACCTGTGGGGCTTCATCTTGATAGGCTGGGGGTTTCCAGCAGCATTTG 871 
272 DTKYLWGFILIGWGFPAAFV 291 

970 990 1010 

872 TTGCAGCATGGGCTGTGGCACGAGCAACTCTGGCTGATGCGAGGTGCTGGGAACTTAGTG 931 
292 AAWAVARA TLADARCWELSA 311 

1030 1050 1070 

932 CTGGAGACATCAAGTGGATTTATCAAGCACCGATCTTAGCAGCTATTGGGCTGAATTTTA 991 
312 G DIKWIYQAPI LAAI GLN FI 331 

1090 1110 H30 

992 TTCTGTTTCTGAATACGGTTAGAGTTCTAGCTACCAAAATCTGGGAGACCAATGCAGTTG 1051 
332 LFLNTVRVLATKIWETNA.VG 351 

1150 1170 1190 

1052 GGCATGACACAAGGAAGCAATACAGGAAACTGGCCAAATCGACACTGGTCCTGGTCCTAG 1111 
352 HDTRKQYRKLAKSTLVLVLV 371 

1210 1230 1250 

1112 TCTTTGGAGTGCATTACATCGTGTTCGTGTGCCTGCCTCACTCCTTCACTGGGCTCGGGT 1171 
372 FGVHYIVFVCLPHSFTGLGW 391 

1270 1290 1310 

1172 GGGAGATCCGCATGCACTGTGAGCTCTTCTTCAACTCCTTTCAGGGTTTCTTTGTGTCTA 1231 
392 EIRMHCELFFNSFQGFFVSI 411 

1330 1350 1370 

1232 TCATCTACTGCTACTGCAATGGAGAGGTTCAGGCAGAGGTGAAGAAGATGTGGAGTCGGT 1291 
412 IYCYCNGEVQAEVKKMWSRW 431 

1390 1410 1430 

1292 GGAATCTCTCCGTGGACTGGAAAAGGACACCGCCATGTGGCAGCCGCAGATGCGGCTCAG 1351 
432 NLSVDWKRTPPCGSRRCGSV 451 

1450 1470 1490 

1352 TGCTCACCACCGTGACGCACAGCACCAGCAGCCAGTCACAGGTGGCGGCAGCACACGCAT 1411 
452 LTTVTHSTSSQSQVAAAHAW 471 

1510 1530 1550 
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1412 GGTGCTTATCTCTGGCAAAGCTGCCAAGATCGCCAGCAGACA6CCTGACAGCCACATCAC 1471 
472 CLSLAKLPRSPADSLTATSL 491 

1570 1590 1610 

1472 TTTACCTGGCTATGTCTGGAGTAACTCAGAGCAGGACTGCCTCACACACTCTCTCCACGA 1531 
492 YLAMSGVTQSRTAS HTLSTR 511 

1630 1650 1670 

1532 GGAGCAACAAGGAAGATAGTGGGAGGCAGAGAGATGATATTCTAATGGAGAAGCCTTCCA 1591 
512 SNKEDSGRQRDDILMEKPSR 531 

1690 1710 1730 

1592 GGCCTATGGAATCTAACCCAGACACTGAAGGATGACAAGGAGAAACTGAGGATGTTCTCT 1651 
532 PMESNPDTEG 541 

1750 1770 1790 

1652 GAATGGACATGTGTGGCTGACTTTCATGGGCTGGTCCAATGGCTGGTTGTGTGAGAGGGC 1711 

1810 1830 1850 

1712 TTGGCTGATACTCCTATGCTTGAGCACAAAGGCTGAAAATTCAGTTAAGGTGTTACTTAA 1771 

1870 1890 1910 

1772 TAATAGTTTTTAGGCTCCATGAATTGGCTCCTGTAAATACTAACGACATGAAAATGCAAG 1831 

1930 1950 1970 

1832 TGTCAATGGAGTAGTTTATTACCTrCTATTGGCATCMGTTTTCCTCTAAATTAATGTAT 1891 

1990 

1892 GGTATTTGCTCTGTGATTGTTCA 1914 
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Alpha, Regions - Garnier-Robson 
Alpha, Regions - Chou-Fasman 
Beta, Regions - Garnier-Robson 
Beta, Regions - Chou-Fasman 
Turn, Regions - Garnier-Robson 
Turn, Regions - Chou-Fasman 
I Coil, Regions - Garnier-Robson 

IHydrophilictty Plot - Kyte-Doolittle 



fyy^^ O Hydrophobic^ Plot - Hopp-Woods 
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I Alpha, Amphipathic Regions - Eisenberg 
■ Beta, Amphipathic Regions - Eisenberg 
3 Flexible Regions - Karplus-Schulz 



I Antigenic Index - Jameson-Wolf 



I Surface Probability Plot - Emini 
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Sequences producing High-scoring Segment Pairs: 



gp | M7 44 4 5 1 0P0PTHR_1 

pirlSIA39286 

gp | L04308 I HUMPTHR_1 

pir ISIS29610 

gp | M77184 I RATPATHYR. 

gp 1X78936 I MMPHRPR_1 

pir ISIA42698 

gp I L34611 I MUSPTHR06. 

gp|U11087|HSVlRG9_l 

gp I M8 6 8 3 5 I RATVASREC. 



parathyroid hormone receptor [Di. 
parathyroid hormone / parathyroi. 
parathyroid hormone receptor [Ho. 
parathyroid hormone receptor - h. 
parathyroid hormone receptor [Ra. 
parathyroid hormone /parathyroid . 
parathyroid hormone and parathyr. 
parathyroid hormone /parathyroid . 
vasoactive intestinal peptide 1 . 
vasoactive intestinal polypeptid. 
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WARNING: Descriptions of 49 database sequences were not reported due to the 
limiting value of parameter V = 10. 



>gp|M74445 I OPOPTHR_l parathyroid hormone receptor [Didelphis virginiana] 
Length =585 

Plus Strand HSPs: 

Score = 597 (274.6 bits), Expect = 8.2e-204, Sum P(6) = 8.2e-204 
Identities = 108/172 (62%), Positives = 136/172 (79%), Frame = +3 

Query 729 IMQDDPQNSIEATSVDKSQYIGCKIAW^ 908 

j +++ + £ DK+ ++GC++AV +F+YFL TNYYWILVEGLYLH+LIF+AFFS+ 
sb j ct . 253 ITEEELRAFTEPPPADKAGFVGCRVAVTWLYFLTTNYYW^ LVEGLYLHSLIFMAFF SEK 312 

Query: 909 KY LWGF I L I GWGF PAAFVAAWAVARAT LADARCWELSAGD IKWI YQAP I LAA I G LNF I LF 1088 

KYLWGF L GWG PA FVA W RATLA+ CW+LS+G+ KWI Q PILAAI +I$FILF 
Sbjct: 313 KYLWGFTLFGWGLPAVFVAVWVTVRATLANTECWDLS SGNKKWI IQVP I LAAIWNF I LF 372 

Query: 1089 LOTVRVI^TKIWETN IVFVC LPHS 1244 

+N +RVLATK+ ETNA OTR+QYRKL KSTLVL+ +FGVHYIVF+ P++ 
Sbjct: 373 INI IRVLATKLRETNAGRCOTRQQYRKLLKSTL IVFMATPYT 424 

Score = 284 (130.6 bits), Expect = 8.2e-204, Sum P(6) = 8.2e-204 
Identities = 42/70 (60%), Positives = 55/70 (78%), Frame = +3 

267 EGNCFPEWDGLICWPRGTVGKISAVPCPPYIYDFNHKW 446 

+G C PEWD ++CWP G GK+ AVPCP YIYDFNHKG A+R C+ NG+W+ + N+TW 
102 DGFC LPEWDN IVCWPAGVPGKWAVPC PDY I YDFNHKGRAYRRCDSNGSWELVPGNNRTW 161 



Query 
Sbjct 
Query 
Sbjct 



447 ANYSDCLRFL 476 

ANYS+C++FL 
162 ANYSECVKFL 171 



Score = 279 (128.3 bits), Expect = 8.2e-204, Sum P(6) = 8.2e-204 
Identities = 51/81 (62%), Positives = 67/81 (82%), Frame = +3 

498 KQEFCERLYVMYTVGYSISFGSLAVAILI IGYFRRLHCTRNYIHMHLFVSFMLRATS IFV 677 

++E +RL ++YTVGYSIS GSL VA+LI+GYFRRLHCTRNYIHMHLFVSFMLRA SIF+ 
177 EREVFDRLGMI YTVGYS I SLGSLTVAVLI I^YFRRLHCTRNYIHMHLFVSFMLRAVS IF I 236 



Query 
Sbjct 
Query 
Sbjct 



678 KDRWHAHIGVKELESLIMQD 740 

KD V+++ + E+E + ++ 
237 KDAVLYSGVSTDEIERITEEE 257 
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Score = 232 (106.7 bits), Expect = 8.2e-204, Sum P(6) = 8.2e-204 
Identities = 38/59 (64%), Positives = 50/59 (84%), Frame = +3 

Query 1248 TGLGM£IRMHCELFFNSFQGFFVSI 1424 



+-mh e^^Pt 
dmhyemlfnsf 
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+G+ W+++MH E^^P^QGFFV+IIYC+CNGEVQAE+KK WSrWW^+KR GS 



Sbjct! 427 SGILWQVQMHYEMLTOSFQGF 485 



Score = 72 (33.1 bits), Expect = 8.2e-204, Sum P(6) = 8.2e-204 
Identities = 16/37 (43%), Positives = 23/37 (62%), Frame = +3 

Query: 159 AQLDSDGT IT IEEQ IVLVLKAKVQCELN ITAQLQEGE 269 

A +D+D IT EEQI+L+ A+ QCE + Ln- E 
Sbjct: 24 ALVDADDVITKEEQI ILLRNAQAQCEQRIJCEVLRVPE 60 

Score = 39 (17.9 bits), Expect = 8.2e-204, Sum P(6) = 8.2e-204 
Identities = 9/23 (39%), Positives = 12/23 (52%) , Frame = +2 

Query: 1508 ISGKAAKIASRQPDSHITLPGYV 1576 

+S + A A + H LPGYV 
Sbjct: 512 LSPRLAPGAGASANGHHQLPGYV 534 
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